ABSTRACT Here, we report the draft genome sequence of the type strain Aeromonas salmonicida subsp. salmonicida ATCC 33658 isolated from Salmo salar. The size of the genome is 4,728,143 bp with a GϩC content of 58.5%. The A. salmonicida subsp. salmonicida ATCC 33658 genome lacks essential virulence genes that were likely lost during genomic rearrangements.
salmonicida ATCC 33658 shows an A Ϫ phenotype and no expression of the VapA protein (20) . Also, as described previously (8) , A. salmonicida subsp. salmonicida ATCC 33658 lacks type III secretion-related genes, like acsV and ascR.
The resistome was identified using the Comprehensive Antibiotic Resistance Database (21) . MCR-3 related to polymyxin resistance (contig 119, 224 to 1,849 bp) and carbapenem-hydrolyzing metallo-beta-lactamase (cphA5) related to beta-lactam resistance (contig 83, 10,993 to 11,754 bp) genes were identified. A. salmonicida subsp. salmonicida ATCC 33658 is susceptible to ampicillin and polymyxin, suggesting that these genes are inactive or require activation. Accession number(s). This whole-genome shotgun project (BioProject PRJNA310296) has been deposited at DDBJ/EMBL/GenBank under accession number LSGW00000000. The version described here is the first version, LSGW01000000.
